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. Equation 23 should have been printed as follows.

1
Ppa) = 2 > exp[-BE{sp}{ig}, A)]
A with (p,9)
]' / / /
= Ezp—lvq—l exp[—BE({sp}liq, P(P' q'))] Zpi1,g41

. In page 463,

(i) Set p1 and py to the N-terminal and C-terminal site position of a
sequence segment to align, and ¢; and ¢s to the N-terminal and C-

terminal site position of a partial structure to align.
should be

(i) Set p; and po to the N-terminal and C-terminal site position of a partial
structure to align, and ¢ and ¢ to the N-terminal and C-terminal site

position of a sequence segment to align.
. In the section of “Datasets of protein structures” in page 465,

As a result, our set of superfamily representatives includes 308 proteins,
the set of family representatives has 440 proteins and the set of domain

representatives has 988 proteins.
should be

As a result, our set of superfamily representatives includes 318 proteins,
the set of family representatives has 440 proteins and the set of domain

representatives has 988 proteins.
. In Table 1V,

false negative
should be read as

false positives

and vice versa.



5. In the section of References,
Vendruscolo, M. and Domany, M. (1998)
should be
Vendruscolo, M. and Domany, E. (1998)

6. Figure 8a may be replaced by
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